Fig S1. Uversky plot
A) Values of mean net charge (<R>) versus mean hydrophobicity (<H>) (taken from reference 25 of the manuscript) and/or calculated based on primary sequence collected from NCBI database. The red star locates the position of CnGRASP in the plot. B) It is worthwhile to notice that all proteins tested are located in the natively folded proteins side. The list with the GRASPs sequences can be founded in the end of the supporting text.
Fig S2. Determination of the apparent molecular mass of CnGRASP by size exclusion chromatography (SEC)
A) Elution pattern of purified CnGRASP and a Gaussian fit (red) which suggest a homogeny elution. In the inset on left, it is a DLS result showing that the sample is monodisperse and centered in a value close to the one observed in the SEC results. The choice for the SEC value is because we could not satisfactory evaluate a viscosity coefficient for Rh determination. (Using the water viscosity value, we still rescue an Rh that gives a molecular weight of 68.9 kDa in the Siegel and Monte model, consistent with a dimer conformation). B) Partition coefficient as function of the logarithm of molecular mass, fitted with a linear function where the adjusted R-square was 0.998.
Fig S3. Elution profile of CnGRASP in a sucrose gradient after ultracentrifugation
The dotted lines indicate the elution of the standard proteins. The linearity of the sucrose gradient was monitored using the diffraction index variation and is located in the inset.
Fig S4. CD analyses of CnGRASP domains
A) CD signal of full-length CnGRASP and from our GRASP domain construction (1-220), prepared in the same way as the native one. The signals are normalized in units. B) The theoretical SPR signal obtained from the CD signals presented in A. We supposed that the GRASP domain and the SPR domain are independent structures, so they have independent CD signals that, together, gives the full-length CD one. This cannot be used as a definitive prove, but as indication, together with our other results, that the SPR domain has the full intrinsically disordered patter
Fig S5. Disorder prediction along GRASP family
A) Backbone flexibility prediction at the residue-level in the form of backbone N-H S 2 order parameter values using DynaMine. Zone propensity corresponding to a rigid, flexible and context dependent limit states are detached. B) Disorder prediction using VSL2 predictor. It is worthwhile to notice that the SPR domain has a high disordered/flexibility propensity along all GRASPs tested, a tendency not observed for the GRASP domain. List of GRASP sequences used in this work (figure S1 and S5), collected from the NCBI database and in a FAST format. 
